
Xenoturbella
Saccoglossus

Asterina
Strongylocentrotus

Branchiostoma
Oikopleura

Ciona
Halocynthia
Molgula

Homo
Danio
Petromyzon

Eptatretus
Spadella

Macrostomum
Schmidtea 

Echinococcus
Schistosoma

Platynereis
Capitella 

Helobdella
Lumbricus 

Euprymna
Aplysia

Lottia
Argopecten

Crassostrea
Hypsibius 

Brugia
Pristionchus

Trichinella
Xiphinema 

Daphnia
Pediculus 

Apis
Bombyx

Tribolium 
Ixodes 0.1

48

84

81
97

98

25

98

95

93

99

58

99

98

50

92
83

Figure S6: Bayesian tree inferred from 11,959 unambiguously aligned amino acid

positions without Convoluta and the outgroup (Ichthyosporea, Choanoflagellata, Porifera and

Cnidaria) using the CAT model. The robustness of the phylogenetic inference was estimated

through 100 bootstrap replicates. Nodes supported by bootstrap values of 100% are denoted

by black circles while lower values are given explicitly. The scale bar indicates the number of

changes per site.


